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Supplemental Figure 1.  Mitochondrial cytochrome oxidase II phylogeny of termites 
and roaches.   Species from which gut FTHFS diversity has been examined marked in 
bold, species examined in this study underlined.  Tree calculated using Phylip PHYML 
and 393 unambiguous, aligned DNA bases. Open circles indicate nodes also supported by 
either Fitch distance or Phylip parsimony methods.  Closed circles indicate nodes 
supported by all three algorithms.  Scale bar represents 0.1 base pair changes per 
alignment position. 
 
 
Supplemental Figure 2.  Non-acetogenic Firmicutes. Tree constructed using 346 
unambiguous, aligned amino acids and the PhyML maximum likelihood algorithm.  
Open circles indicate nodes also supported by either Fitch distance or Phylip parsimony 
methods.  Closed circles indicate nodes supported by all three algorithms.  Scale bar 
indicates 0.1 changes per alignment position.  The 13 acetogenic isolates in Figure 1 
(main text) were used as an outgroup. 
 
 
Supplemental Figure 3.  UniFrac Analysis of FTHFS library compositions.  Analyses 
conducted utilizing the phylogenetic tree shown in Supplemental Figure 4.  As the 
UniFrac Jacknife re-sampling algorithm does not correct for sequence de-replication (6), 
sequences representing multiple clones were copied and added back into the tree before 
analysis.  Environments were clustered using the abundance-weighted, normalized metric 
for the Lovell cluster (A) or full tree (B).  Nodes supported by >90% of Jacknife re-
sampling tests are marked.  Principal component analyses were conducted using the 
abundance-weighted, normalized metric for the Lovell cluster (A) or the full tree (B).  
Abbreviations:  P, P. americana; Ca, C. punctulatus adult; Cn, C. punctulatus nymph; Z, 
Z. nevadensis; R, R. santonensis; C, C. secundus; I, Incisitermes sp. Pas1; N, 
Nasutitermes sp. Cost003; M, Microcerotermes sp. Cost008; Rh, Rhynchotermes sp. 
Cost004; G, Gnathamitermes sp. JT5; Ac, Amitermes sp. Cost010; Aj, Amitermes sp. 
JT2. 
  
 
Supplemental Figure 4.  Phylogenetic analysis of FTHFS sequences used for UniFrac 
analysis. Tree constructed using 301 unambiguous, aligned amino acids and the PhyML 
maximum likelihood algorithm. Scale bar indicates 0.1 changes per alignment position.  
As the PCR primers used in these studies specifically target acetogen-like FTHFS types, 
UniFrac analyses were conducted for both the Lovell cluster only (node A) and for the 
Lovell cluster plus the Clone E, C. acidiurici and M. thermoacetica groups.  Clones 
affiliated with non-target groups such as Bacteroidetes, sulfate-reducing Proteobacteria, 
and most non-acetogenic Firmicutes were judged to represent non-specific amplification 
events and were excluded from the analysis. The number of RFLP types represented by 
each sequence is listed; for C. secundus and R. santonensis, abundances were published 
at the phylotype only, so the total number of hits was distributed amongst the 
representative clones for each group.  
SUPPLEMENTAL TABLE 1.  Operational Taxonomic Grouping of FTHFS sequences 
identified in this study 
Group Phylotype1 Abundance (%)2 Genotypes3 
Nasutitermes sp. Cost003    
Termite treponemes 1F 23.1% 1F 
 2B 15.4% 2B, 2F 
 1A 13.5% 1A, 2D, 7B 
 2A 9.6% 2A, 7A 
 1E 5.8% 1E 
 2G 5.8% 2G 
 3H 5.8% 3H 
 1G 3.8% 1G 
 4A 3.8% 4A, 4B 
 4E 3.8% 4E 
 7D 3.8% 7D 
 3G 1.9% 3G 
 7G 1.9% 7G 
Other 1D 1.9% 1D 
Microcerotermes sp. Cost008    
Termite treponemes 1H 29.6% 1H, 5E, 8H 
 1F 14.8% 1F 
 2C 14.8% 2C, 11A 
 6G 11.1% 6G, 4H 
 3E 3.7% 3E 
 5F 3.7% 5F 
 9E 3.7% 9E 
 11G 3.7% 11G 
 11H 3.7% 11H 
Other 2D 3.7% 2D 
 3A 3.7% 3A 
 8F 3.7% 8F 
Rhynchotermes sp. Cost004    
Termite treponemes 7C 9.8% 7C, 2E, 4E, 5A 
 3A 8.2% 3A, 8C 
 6C 4.9% 6C 
 3C 3.3% 3C 
 5C 3.3% 5C, 11A 
 2A 1.6% 2A 
 7B 1.6% 7B 
 9H 1.6% 9H 
 10F 1.6% 10F 
 11F 1.6% 11F 
Clostridium sp. M62/1 1D 1.6% 1D 
 3B 1.6% 3B 
 9F 1.6% 9F 
 10H 1.6% 10H 
C. acidiurici 1C 13.1% 1C, 2B 
 1E 4.9% 1E, 7A, 8D 
 4C 4.9% 4C, 6B 
 1F 3.3% 1F 
 2H 3.3% 2H, 9E 
 9G 3.3% 9G, 12H 
 10C 3.3% 10C 
 10E 3.3% 10E, 12E 
Group Phylotype1 Abundance (%)2 Genotypes3 
 2D 1.6% 2D 
 6A 1.6% 6A 
 10G 1.6% 10G 
 11C 1.6% 11C 
Other 4A 6.6% 4A 
 3E 1.6% 3E 
 8F 1.6% 8F 
Amitermes sp. Cost010    
 Termite treponemes 4C 3.8% 4C 
 7D 3.8% 7D 
 10A 3.8% 10A 
Clostridium sp. M62/1 2D 23.1% 2D, 8H 
 4F 15.4% 4F 
 1G 7.7% 1G 
 1C 3.8% 1C 
 3C 3.8% 3C 
 6A 3.8% 6A 
 6H 3.8% 6H 
 10B 3.8% 10B 
 12C 3.8% 12C 
Other 1D 3.8% 1D 
 4H 3.8% 4H 
 5A 3.8% 5A 
 5D 3.8% 5D 
 5F 3.8% 5F 
Amitermes sp. JT2    
Termite treponemes 7E 1.1% 7E 
Clostridium sp. M62/1 1E 48.3% 1E, 1B, 8G, 12B 
 1A 20.2% 1A, 2G, 1F 
 2E 5.6% 2E 
 2C 2.2% 2C 
 3F 2.2% 3F 
 7A 2.2% 7A 
 5B 1.1% 5B 
Other 2H 5.6% 2H, 3A 
 5D 5.6% 5D, 8A, 4B 
 2D 1.1% 2D 
 4D 1.1% 4D 
 4H 2.2% 4H, 3D 
 10E 1.1% 10E 
Gnathamitermes sp. JT5    
Termite treponemes 12A 1.7% 12A 
Clostridium sp. M62/1 4E 6.7% 4E 
 1D 5.0% 1D 
 8B 5.0% 8B 
 1A 3.3% 1A 
 9A 3.3% 9A 
 7B 1.7% 7B 
Clone E / Streptococcus 1G 26.7% 1G, 8E 
 1E 10.0% 1E 
C. acidiurici 1B 6.7% 1B 
 6H 3.3% 6H 
Other 7F 5.0% 7F 
 8D 1.7% 8D 
Group Phylotype1 Abundance (%)2 Genotypes3 
 10A 1.7% 10A 
 3A 6.7% 3A, 9F 
 1F 1.7% 1F 
 2G 1.7% 2G 
 4B 1.7% 4B 
 5F 1.7% 5F 
 10F 1.7% 10F 
Sulfate reducing Proteobacteria 2F 1.7% 2F 
Not classified 2E 1.7% 2E 
1Group representative (sequence used in published phylogenetic trees) 
2Defined as percent of full-length, non-chimeric clones 
3Sequenced RFLP type clones associated with each group 
 
SUPPLEMENTAL TABLE 2. Sequences used in FTHFS phylogenetic analysis 
Source / Sequence Type Accession Reference 
Acetobacterium woodii AAK20246 (4) 
Alkaliphilus oremlandii NC_009922  
Blautia hydrogenotrophica DSM 10507 EEG47205 (12) 
Bovine rumen clone BPG06 AB085389  
Bovine rumen clone FNE01 AB085446  
Bovine rumen clone R031 AB282722 (8) 
Bryantella formatexigens ZP_05346660 (12) 
C. punctulatus adult clone 10B GU552381 (16) 
C. punctulatus adult clone 10F GU552383 (16) 
C. punctulatus adult clone 1A GU552365 (16) 
C. punctulatus adult clone 1F GU552369 (16) 
C. punctulatus adult clone 2H GU552370 (16) 
C. punctulatus adult clone 4F GU552376 (16) 
C. punctulatus adult clone 5B GU552377 (16) 
C. punctulatus adult clone 6D GU552379 (16) 
C. punctulatus adult clone 6G GU552380 (16) 
C. punctulatus adult clone 7C GU552387 (16) 
C. punctulatus adult clone 7H GU552388 (16) 
C. punctulatus nymph clone 1A GU552335 (16) 
C. punctulatus nymph clone 1B GU552347 (16) 
C. punctulatus nymph clone 1F GU552348 (16) 
C. punctulatus nymph clone 1G GU552337 (16) 
C. punctulatus nymph clone 2B GU552338 (16) 
C. punctulatus nymph clone 2E GU552354 (16) 
C. punctulatus nymph clone 2H GU552355 (16) 
C. punctulatus nymph clone 3H GU552341 (16) 
C. punctulatus nymph clone 5D GU552356 (16) 
C. punctulatus nymph clone 6B GU552343 (16) 
C. punctulatus nymph clone 6D GU552363 (16) 
C. punctulatus nymph clone 6F GU552357 (16) 
C. punctulatus nymph clone 7A GU552358 (16) 
C. punctulatus nymph clone 9G GU552352 (16) 
C. secundus clone Cs27 DQ278254 (19) 
C. secundus clone Cs3 DQ278251 (19) 
C. secundus clone Cs56 DQ278258 (19) 
Carboxydothermus hydrogenoformans Z-2901 ABB16038 (29) 
Carnobacterium sp. AT7 ABHH01000002  
Catonella morbi ZP_04449844 (12) 
Clostridium aceticum AF295705 (4) 
Clostridium acidurici P13419 (27) 
Clostridium asparagiforme DSM 15981 EEG52107 (12) 
Clostridium bartlettii NZ_ABEZ02000016 (12) 
Clostridium bolteae NZ_ABCC02000077 (12) 
Clostridium carboxidivorans ZP_05391913 (18) 
Clostridium cylindrosporum Q07064 (21) 
Clostridium hiranonis ABWP01000070 (12) 
Clostridium hylemonae DSM 15053 EEG73673 (12) 
Clostridium phytofermentans NZ_AAQT01000065  
Clostridium sp. M62/1 ZP_03733593 (12) 
Cryptobacterium curtum YP_003150638 (28) 
Deer rumen clone d2silc09 ACZ68327 (1) 
Desulfitobacterium hafniense DCB-2 ZP_00559333  
Desulfitobacterium hafniense st. Y51 NC_007907 (13) 
Source / Sequence Type Accession Reference 
Dorea longicatena NZ_AAXB02000001 (12) 
Eggerthella lenta YP_003183199 (28) 
Enterococcus gallinarum ZP_05648325 (17) 
Eubacterium acidaminophilum AAU84895  
Eubacterium limosum AF295706 (4) 
Horse Manure Clone H1 AF295711 (4) 
Human fecal clone OTU32 AB291670 (14) 
Incisitermes sp. Pas1 clone 11C GU552346 (16) 
Incisitermes sp. Pas1 clone 1B GU552321 (16) 
Incisitermes sp. Pas1 clone 1E GU552322 (16) 
Incisitermes sp. Pas1 clone 1F GU552323 (16) 
Incisitermes sp. Pas1 clone 2A GU552324 (16) 
Incisitermes sp. Pas1 clone 3A GU552325 (16) 
Incisitermes sp. Pas1 clone 3D GU552327 (16) 
Incisitermes sp. Pas1 clone 7D GU552331 (16) 
Moorella thermoacetica ATCC 39073 ABC18448 (20) 
Nasutitermes sp. FK-2007 Contig40968 JGI GOI: 2004144560 (26) 
Ostrich colon clone PC_OTU04 BAI48802 (9) 
Ostrich colon clone PC_OTU13 BAI48823 (9) 
P. americana clone 10D GU552420 (16) 
P. americana clone 10E GU552421 (16) 
P. americana clone 11C GU552424 (16) 
P. americana clone 1E GU552406 (16) 
P. americana clone 1F GU552390 (16) 
P. americana clone 1H GU552407 (16) 
P. americana clone 2D GU552413 (16) 
P. americana clone 2E GU552394 (16) 
P. americana clone 3C GU552395 (16) 
P. americana clone 3E GU552414 (16) 
P. americana clone 3G GU552415 (16) 
P. americana clone 4C GU552398 (16) 
P. americana clone 5F GU552411 (16) 
P. americana clone 5G GU552399 (16) 
P. americana clone 6A GU552400 (16) 
P. americana clone 6B GU552416 (16) 
P. americana clone 6G GU552401 (16) 
P. americana clone 7D GU552403 (16) 
P. americana clone 8C GU552418 (16) 
P. americana clone 8D GU552429 (16) 
P. americana clone 9D GU552412 (16) 
P. americana clone 9F GU552427 (16) 
Peptostreptococcus micros NZ_ABEE02000017 (12) 
Proteus vulgaris AF295710 (4) 
R. santonensis clone Rs10 DQ278259 (19) 
R. santonensis clone Rs119 DQ278236 (19) 
R. santonensis clone Rs129 DQ278222 (19) 
R. santonensis clone Rs13 DQ278232 (19) 
R. santonensis clone Rs144 DQ278223 (19) 
R. santonensis clone Rs158 DQ278226 (19) 
R. santonensis clone Rs23 DQ278210 (19) 
R. santonensis clone Rs239 DQ278201 (19) 
R. santonensis clone Rs280 DQ278207 (19) 
R. santonensis clone Rs296 DQ278208 (19) 
R. santonensis clone Rs44 DQ278211 (19) 
Source / Sequence Type Accession Reference 
R. santonensis clone Rs57 DQ278215 (19) 
Roseburia intestinalis NZ_ABYJ01000311 (12) 
Ruminococcus gnavus NZ_AAYG02000005 (12) 
Ruminococcus productus AF295707 (4) 
Sporomusa ovata AF295708 (4) 
Sporomusa termitida AF295709 (4) 
Streptococcus dysgalactiae YP_002997753  
Streptococcus gordonii NC_009785 (25) 
Streptococcus parasanguinis ZP_06899910 (12) 
Streptococcus pyogenes SSI-1 BAC64868 (11) 
Streptococcus sanguinis NC_009009 (30) 
Syntrophomonas wolfei YP_754087 (23) 
Thermoanaerobacter kivui AF295704 (4) 
Thermosediminibacter oceani JW/IW-1228P JGI GOI: 2500808311  
Treponema azotonutricium ZAS-9 AY162316 (22) 
Treponema primitia ZAS-1 AY162313 (22) 
Treponema primitia ZAS-2 AY162315 (22) 
Treponema sp ZAS-8   
Z. nevadensis clone A AY162294 (22) 
Z. nevadensis clone E AY162296 (22) 
Z. nevadensis clone F AY162298 (22) 
Z. nevadensis clone H AY162302 (22) 
Z. nevadensis clone N AY162306 (22) 
Z. nevadensis clone P AY162307 (22) 
Z. nevadensis clone Y AY162311 (22) 
 
SUPPLEMENTAL TABLE 3. Sequences used in COII phylogenetic analysis 
 
Source Accession Reference 
Amitermes evuncifer DQ442066 (3) 
Amitermes sp. Cost010 HM208255  
Amitermes sp. JT2 HM208250  
Archotermopsis wroughtoni DQ442080 (3) 
Coptotermes formosanus AB109529 (15) 
Cornitermes pugnax DQ442106 (3) 
Cryptocercus clevelandi DQ007626 (5) 
Cryptocercus primarius DQ007644 (5) 
Cryptocercus punctulatus adult GU552433 (16) 
Cryptocercus punctulatus nymph GU552434 (16) 
Cryptotermes domesticus AF189086 (24) 
Cryptotermes secundus AF189093 (24) 
Deropeltis erythrocephala DQ874271 (2) 
Eurycotis floridana DQ874283 (2) 
Gnathamitermes sp. JT5 HM208249  
Incisitermes immigrans AB109542 (15) 
Incisitermes sp. Pas1 GU552433 (16) 
Kalotermes hilli AF189101 (24) 
Labiotermes labralis DQ442149 (3) 
Microcerotermes newmani DQ442166 (3) 
Microcerotermes parvus DQ442167 (3) 
Microcerotermes sp. Cost008 HM208254  
Nasutitermes corniger AB037327 (10) 
Nasutitermes ephratae AB037328 (10) 
Nasutitermes nigriceps DQ442193 (3) 
Nasutitermes sp. FK-2007 EU236539 (26) 
Nasutitermes sp. Cost003 HM208252  
Periplaneta americana GU552435 (16) 
Reticulitermes flaviceps AB109532 (15) 
Reticulitermes santonensis AF291743 (7) 
Reticulitermes speratus AB109530 (15) 
Rhynchotermes sp. Cost004 HM208253  
Zootermopsis angusticollis DQ442267 (3) 
Zootermopsis nevadensis GQ922444  
Supplemental References 
 
1. Henderson, G., G. E. Naylor, S. C. Leahy, and P. H. Janssen. 2010. Presence 
of novel, potentially homoacetogenic bacteria in the rumen as determined by 
analysis of formyltetrahydrofolate synthetase sequences from ruminants. Appl. 
Environ. Microbiol. 76:2058-66. 
2. Inward, D., G. Beccaloni, and P. Eggleton. 2007. Death of an order: a 
comprehensive molecular phylogenetic study confirms that termites are eusocial 
cockroaches. Biol. Lett. 3:331-5. 
3. Inward, D. J., A. P. Vogler, and P. Eggleton. 2007. A comprehensive 
phylogenetic analysis of termites (Isoptera) illuminates key aspects of their 
evolutionary biology. Mol. Phylogenet. Evol. 44:953-67. 
4. Leaphart, A. B., and C. R. Lovell. 2001. Recovery and analysis of 
formyltetrahydrofolate synthetase gene sequences from natural populations of 
acetogenic bacteria. Appl. Environ. Microbiol. 67:1392-5. 
5. Lo, N., P. Luykx, R. Santoni, T. Beninati, C. Bandi, M. Casiraghi, W. H. Lu, 
E. V. Zakharov, and C. A. Nalepa. 2006. Molecular phylogeny of Cryptocercus 
wood-roaches based on mitochondrial COII and 16S sequences, and chromosome 
numbers in Palearctic representatives. Zoolog. Sci. 23:393-8. 
6. Lozupone, C., M. Hamady, and R. Knight. 2006. UniFrac--an online tool for 
comparing microbial community diversity in a phylogenetic context. BMC 
Bioinformatics 7:371. 
7. Marini, M., and B. Mantovani. 2002. Molecular relationships among European 
samples of Reticulitermes (Isoptera, Rhinotermitidae). Mol. Phylogenet. Evol. 
22:454-9. 
8. Matsui, H., N. Kojima, and K. Tajima. 2008. Diversity of the 
formyltetrahydrofolate synthetase gene (fhs), a key enzyme for reductive 
acetogenesis, in the bovine rumen. Biosci. Biotechnol. Biochem. 72:3273-6. 
9. Matsui, H., S. Yoneda, T. Ban-Tokuda, and M. Wakita. 2010. Diversity of the 
formyltetrahydrofolate synthetase (FTHFS) gene in the proximal and mid ostrich 
colon. Curr. Microbiol. 
10. Miura, T., Y. Roisin, and T. Matsumoto. 2000. Molecular phylogeny and 
biogeography of the nasute termite genus Nasutitermes (Isoptera: Termitidae) in 
the pacific tropics. Mol. Phylogenet. Evol. 17:1-10. 
11. Nakagawa, I., K. Kurokawa, A. Yamashita, M. Nakata, Y. Tomiyasu, N. 
Okahashi, S. Kawabata, K. Yamazaki, T. Shiba, T. Yasunaga, H. Hayashi, 
M. Hattori, and S. Hamada. 2003. Genome sequence of an M3 strain of 
Streptococcus pyogenes reveals a large-scale genomic rearrangement in invasive 
strains and new insights into phage evolution. Genome Res. 13:1042-1055. 
12. Nelson, K. E., G. M. Weinstock, S. K. Highlander, K. C. Worley, H. H. 
Creasy, J. R. Wortman, D. B. Rusch, M. Mitreva, E. Sodergren, A. T. 
Chinwalla, M. Feldgarden, D. Gevers, B. J. Haas, R. Madupu, D. V. Ward, 
B. W. Birren, R. A. Gibbs, B. Methe, J. F. Petrosino, R. L. Strausberg, G. G. 
Sutton, O. R. White, R. K. Wilson, S. Durkin, M. G. Giglio, S. Gujja, C. 
Howarth, C. D. Kodira, N. Kyrpides, T. Mehta, D. M. Muzny, M. Pearson, 
K. Pepin, A. Pati, X. Qin, C. Yandava, Q. Zeng, L. Zhang, A. M. Berlin, L. 
Chen, T. A. Hepburn, J. Johnson, J. McCorrison, J. Miller, P. Minx, C. 
Nusbaum, C. Russ, S. M. Sykes, C. M. Tomlinson, S. Young, W. C. Warren, 
J. Badger, J. Crabtree, V. M. Markowitz, J. Orvis, A. Cree, S. Ferriera, L. L. 
Fulton, R. S. Fulton, M. Gillis, L. D. Hemphill, V. Joshi, C. Kovar, M. 
Torralba, K. A. Wetterstrand, A. Abouellleil, A. M. Wollam, C. J. Buhay, Y. 
Ding, S. Dugan, M. G. FitzGerald, M. Holder, J. Hostetler, S. W. Clifton, E. 
Allen-Vercoe, A. M. Earl, C. N. Farmer, K. Liolios, M. G. Surette, Q. Xu, C. 
Pohl, K. Wilczek-Boney, and D. Zhu. 2010. A catalog of reference genomes 
from the human microbiome. Science 328:994-9. 
13. Nonaka, H., G. Keresztes, Y. Shinoda, Y. Ikenaga, M. Abe, K. Naito, K. 
Inatomi, K. Furukawa, M. Inui, and H. Yukawa. 2006. Complete genome 
sequence of the dehalorespiring bacterium Desulfitobacterium hafniense Y51 and 
comparison with Dehalococcoides ethenogenes 195. J. Bacteriol. 188:2262-74. 
14. Ohashi, Y., T. Igarashi, F. Kumazawa, and T. Fujisawa. 2007. Analtysis of 
acetogenic bacteria in human feces with formyltetrahydrofolate synthetase 
sequences. Biosci. Microflora 26:37-40. 
15. Ohkuma, M., H. Yuzawa, W. Amornsak, Y. Sornnuwat, Y. Takematsu, A. 
Yamada, C. Vongkaluang, O. Sarnthoy, N. Kirtibutr, N. Noparatnaraporn, 
T. Kudo, and T. Inoue. 2004. Molecular phylogeny of Asian termites (Isoptera) 
of the families Termitidae and Rhinotermitidae based on mitochondrial COII 
sequences. Mol. Phylogenet. Evol. 31:701-10. 
16. Ottesen, E. A., and J. R. Leadbetter. 2010. Diversity of formyltetrahydrofolate 
synthetases in the guts of the wood-feeding cockroach Cryptocercus punctulatus 
and the omnivorous cockroach Periplaneta americana. Appl. Environ. Microbiol. 
76:4909-13. 
17. Palmer, K. L., K. Carniol, J. M. Manson, D. Heiman, T. Shea, S. Young, Q. 
Zeng, D. Gevers, M. Feldgarden, B. Birren, and M. S. Gilmore. 2010. High-
quality draft genome sequences of 28 Enterococcus sp. isolates. J. Bacteriol. 
192:2469-70. 
18. Paul, D., F. W. Austin, T. Arick, S. M. Bridges, S. C. Burgess, Y. S. Dandass, 
and M. L. Lawrence. 2010. Genome sequence of the solvent-producing 
bacterium Clostridium carboxidivorans strain P7T. J. Bacteriol. 192:5554-5. 
19. Pester, M., and A. Brune. 2006. Expression profiles of fhs (FTHFS) genes 
support the hypothesis that spirochaetes dominate reductive acetogenesis in the 
hindgut of lower termites. Environ. Microbiol. 8:1261-70. 
20. Pierce, E., G. Xie, R. D. Barabote, E. Saunders, C. S. Han, J. C. Detter, P. 
Richardson, T. S. Brettin, A. Das, L. G. Ljungdahl, and S. W. Ragsdale. 
2008. The complete genome sequence of Moorella thermoacetica (f. Clostridium 
thermoaceticum). Environ. Microbiol. 
21. Rankin, C. A., G. C. Haslam, and R. H. Himes. 1993. Sequence and expression 
of the gene for N(10)-formyltetrahydrofolate synthetase from Clostridium 
cylindrosporum. Protein Sci. 2:197-205. 
22. Salmassi, T. M., and J. R. Leadbetter. 2003. Analysis of genes of 
tetrahydrofolate-dependent metabolism from cultivated spirochaetes and the gut 
community of the termite Zootermopsis angusticollis. Microbiol. 149:2529-37. 
23. Sieber, J. R., D. R. Sims, C. Han, E. Kim, A. Lykidis, A. L. Lapidus, E. 
McDonnald, L. Rohlin, D. E. Culley, R. Gunsalus, and M. J. McInerney. 
2010. The genome of Syntrophomonas wolfei: new insights into syntrophic 
metabolism and biohydrogen production. Environ. Microbiol. 
24. Thompson, G. J., L. R. Miller, M. Lenz, and R. H. Crozier. 2000. 
Phylogenetic analysis and trait evolution in Australian lineages of drywood 
termites (Isoptera, Kalotermitidae). Mol. Phylogenet. Evol. 17:419-29. 
25. Vickerman, M. M., S. Iobst, A. M. Jesionowski, and S. R. Gill. 2007. Genome-
wide transcriptional changes in Streptococcus gordonii in response to competence 
signaling peptide. J. Bacteriol. 189:7799-7807. 
26. Warnecke, F., P. Luginbühl, N. Ivanova, M. Ghassemian, T. H. Richardson, 
J. T. Stege, M. Cayouette, A. C. McHardy, G. Djordjevic, N. Aboushadi, R. 
Sorek, S. G. Tringe, M. Podar, H. G. Martin, V. Kunin, D. Dalevi, J. 
Madejska, E. Kirton, D. Platt, E. Szeto, A. Salamov, K. Barry, N. 
Mikhailova, N. C. Kyrpides, E. G. Matson, E. A. Ottesen, X. Zhang, M. 
Hernández, C. Murillo, L. G. Acosta, I. Rigoutsos, G. Tamayo, B. D. Green, 
C. Chang, E. M. Rubin, E. J. Mathur, D. E. Robertson, P. Hugenholtz, and J. 
R. Leadbetter. 2007. Metagenomic and functional analysis of hindgut microbiota 
of a wood-feeding higher termite. Nature 450:560-5. 
27. Whitehead, T. R., and J. C. Rabinowitz. 1988. Nucleotide sequence of the 
Clostridium acidiurici ("Clostridium acidi-urici") gene for 10-
formyltetrahydrofolate synthetase shows extensive amino acid homology with the 
trifunctional enzyme C1-tetrahydrofolate synthase from Saccharomyces 
cerevisiae. J. Bacteriol. 170:3255-3261. 
28. Wu, D., P. Hugenholtz, K. Mavromatis, R. Pukall, E. Dalin, N. N. Ivanova, V. 
Kunin, L. Goodwin, M. Wu, B. J. Tindall, S. D. Hooper, A. Pati, A. Lykidis, 
S. Spring, I. J. Anderson, P. D'haeseleer, A. Zemla, M. Singer, A. Lapidus, 
M. Nolan, A. Copeland, C. Han, F. Chen, J. F. Cheng, S. Lucas, C. Kerfeld, 
E. Lang, S. Gronow, P. Chain, D. Bruce, E. M. Rubin, N. C. Kyrpides, H. P. 
Klenk, and J. A. Eisen. 2009. A phylogeny-driven genomic encyclopaedia of 
Bacteria and Archaea. Nature 462:1056-60. 
29. Wu, M., Q. H. Ren, A. S. Durkin, S. C. Daugherty, L. M. Brinkac, R. J. 
Dodson, R. Madupu, S. A. Sullivan, J. F. Kolonay, W. C. Nelson, L. J. Tallon, 
K. M. Jones, L. E. Ulrich, J. M. Gonzalez, I. B. Zhulin, F. T. Robb, and J. A. 
Eisen. 2005. Life in hot carbon monoxide: The complete genome sequence of 
Carboxydothermus hydrogenoformans Z-2901. Plos Genet. 1:563-574. 
30. Xu, P., J. M. Alves, T. Kitten, A. Brown, Z. Chen, L. S. Ozaki, P. Manque, X. 
Ge, M. G. Serrano, D. Puiu, S. Hendricks, Y. Wang, M. D. Chaplin, D. Akan, 
S. Paik, D. L. Peterson, F. L. Macrina, and G. A. Buck. 2007. Genome of the 
opportunistic pathogen Streptococcus sanguinis. J. Bacteriol. 189:3166-75. 
 
 
